We report eight genomes from representatives of the phylum Acidobacteria subdivisions 1 and 3, isolated from soils. The genome sizes range from 4.9 to 6.7 Mb. Genomic analysis reveals putative genes for low-and high-affinity respiratory oxygen reductases, high-affinity hydrogenases, and the capacity to use a diverse collection of carbohydrates.
Biosciences SMRTbell template preparation kit v1.0, where the fragments were treated with DNA damage repair, had their ends repaired so that they were blunt ended, and were 5= phosphorylated. Pacific Biosciences hairpin adapters were then ligated to the fragments to create the SMRTbell template for sequencing. The SMRTbell templates were then purified using exonuclease treatments and size selected using AMPure PB beads. Sequencing primer was then annealed to the SMRTbell templates, and version XL sequencing polymerase was bound to them. The prepared SMRTbell template libraries were then sequenced on a Pacific Biosciences RS II sequencer using version C2 chemistry and 2-h sequencing movie run times. (10) . The addition of these genomes in the public databases will help to further our understanding of this prevalent and diverse phylum. Data availability. The genome sequences are available in GenBank; accession numbers can be found in Table 1 .
